Key indicators: single-crystal X-ray study; T = 98 K; mean (C-C) = 0.002 Å; R factor = 0.044; wR factor = 0.120; data-to-parameter ratio = 14.7.
The asymmetric unit of the title co-crystal, C 10 H 6 O 8 Á-2C 8 H 10 N 4 O 2 , comprises a centrosymmetric benzene-1,2,4,5-tetracarboxylic acid (LH 4 ) molecule and a molecule of caffeine in a general position. LH 4 is nonplanar, with the dihedral angles between the ring and pendent carboxylic acid groups being 44.22 (7) and 49.74 (7) . By contrast, the caffeine molecule is planar (r.m.s. deviation = 0.040 Å ). Supramolecular layers parallel to (110) are sustained by carboxylic acid O-HÁ Á ÁO(carbonyl) and O-HÁ Á ÁN(imidazole) hydrogen bonds, as well as by methyl-carbonyl C-HÁ Á ÁO interactions. These stack via -interactions between the benzene and imidazole rings [inter-centroid distance = 3.4503 (10) Å ].
Related literature
For cocrystallization studies with benzene-1,2,4,5-tetracarboxylic acid, see: Arman & Tiekink (2013) .
Experimental
Crystal data Table 1 Hydrogen-bond geometry (Å , ). 
Comment
The title co-crystal was investigated in continuation of recent structural studies of the products obtained from the co- 
Experimental
Crystals of (I) were obtained by the co-crystallization of caffeine (Sigma-Aldrich, 0.08 mmol) and benzene-1,2,4,5-tetracarboxylic acid (Sigma-Aldrich, 0.09 mmol) in acetone solution. Crystals were obtained by slow evaporation.
Refinement
C-bound H atoms were placed in calculated positions (C-H = 0.95-0.98 Å) and were included in the refinement in the riding-model approximation, with U iso (H) set to 1.2-1.5U eq (C). The O-and N-bound H atoms were located in a difference Fourier map and were refined with distance restraints of O-H = 0.84 (1) Å and N-H = 0.88 (1) Å, and with U iso (H) = 1.2U eq (N) and 1.5U eq (O). Molecular structures of the components of (I), showing atom-labelling scheme and displacement ellipsoids at the 50% probability level. The unlabelled atoms of HL 4 (a) are generated by the symmetry operation 1 -x, 2 -y, 2 -z. Special details Geometry. All s.u.'s (except the s.u. in the dihedral angle between two l.s. planes) are estimated using the full covariance matrix. The cell s.u.'s are taken into account individually in the estimation of s.u.'s in distances, angles and torsion angles; correlations between s.u.'s in cell parameters are only used when they are defined by crystal symmetry. An approximate (isotropic) treatment of cell s.u.'s is used for estimating s.u.'s involving l.s. planes. Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > σ(F 2 ) is used only for calculating R-factors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger. 
Computing details

Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (
